Supplementary Figure S2. An unrooted phylogenetic tree of the ZFAND3 gene
The phylogenetic tree was inferred by using the Neighbor-Joining method with whole deduced amino acid sequences. The values at the forks are Neighbor-Joining bootstrap supporting data. For the branch length, the distance given in the scale represents 0.05 amino acid substitution/site.
Supplementary Table S1
Summary of genotypes of parents and their F 1 progenies of tilapia at SNP1, SNP2, SNP3, Onil_1-89, Onil_19-15 and Onil_27-3 reported in this study (Please online Supplementary Dataset). Supplementary Table S3 Evolution estimates of ZFAND3 gene by dN/dS values using maximum likelihood analysis (Please online Supplementary Dataset).
Supplementary Table S2 Amino acid identities (%) of the ZFAND3 gene between hybrid tilapia and other representative species

